1. Introduction {#s0010}
===============

Protein--protein interactions (PPIs) are involved in the vast majority of biological processes ([@bb0310], [@bb0325], [@bb0830], [@bb1070], [@bb1160]). Nearly every important pathway in health and disease includes and is critically influenced by PPIs ([@bb0325]). In this context, the specific and controlled modulation (inhibition) of PPIs provides a promising avenue for rational drug design, as revealed by recent progress in the design of inhibitory antibodies, peptides, and small molecules ([@bb0100], [@bb0190], [@bb0325], [@bb0750], [@bb0820], [@bb1025], [@bb1090]).

Cell surface receptors are integral membrane proteins that translate extracellular information into intracellular signaling sequences and further into physiological cell response in the complex fundamental process called transmembrane signal transduction. This process plays a crucial role in health and disease ([@bb0470], [@bb0825], [@bb0835], [@bb0920], [@bb0970]), which makes therapeutic control of PPIs involved in this process of both fundamental and clinical importance. However, until recently, the lack of a mechanistic understanding of what PPIs are actually taking place during transmembrane signal transduction has significantly impeded progress not only in fundamental studies in biology and life sciences but also in molecular target-driven drug discovery. The result of this lack of understanding is that the most widely used therapeutic strategies of receptor modulation attempt to prevent binding of receptors to their cognate ligands using clinically relevant antibodies ([@bb0400]) or soluble receptor domains ([@bb0140], [@bb0675]). However, these large protein entities possess severe disadvantages including a long and costly development process, low activity per mass, manufacturing difficulties, unintended immune response, side effects, low organ and tissue penetration, and a lack of oral bioavailability ([@bb0400]).

As integral membrane proteins, cell surface receptors consist of three domains: (1) extracellular ligand-binding domains that function to detect and bind external stimuli, (2) transmembrane domains that function as anchors to the cell membrane and mediators of signal transduction, and (3) cytoplasmic signaling domains that initiate an intracellular signal transduction cascades. Depending on whether extracellular and intracellular domains are located on the same or separate protein chains, unrelated and functionally diverse cell receptors can be divided into two main structural families: single-chain and multichain receptors (SRs and MRs), respectively ([Fig. 1](#f0010){ref-type="fig"} ) ([@bb0485], [@bb0890], [@bb0950]). MRs most commonly represent immune receptors and are often referred to as multichain immune recognition receptors (MIRRs) ([@bb0485], [@bb0890]). The signature feature of MIRRs is the presence of one or more copies of the immunoreceptor tyrosine-based activation motif (ITAM) regions ([@bb0810]) or the YxxM motif ([@bb1130]) in their cytoplasmic signaling domains. Upon receptor triggering, tyrosine residues of the ITAM/YxxM regions are phosphorylated in an early and obligatory event in the signaling cascade.Fig. 1Single and multichain activating receptor assembly and signaling. (A) In single-chain receptors (SRs), extracellular recognition domain (*red*), and intracellular signaling domain (*green*) with a signaling sequence (*orange rectangles*) are located on the same protein chain. The signaling chain homooligomerization (SCHOOL) model of SR signaling model proposes that receptor homooligomerization in the cytoplasmic milieu plays a central role in triggering SRs. Ligand-induced SR clustering and reorientation (and/or receptor reorientation in preexisting SR clusters) results in SR oligomerization mediated by transmembrane interactions between charged residues. In these oligomers, receptors are in sufficient proximity and adopt a correct interreceptor relative orientation and geometry to promote homointeractions between cytoplasmic domains. Formation of competent signaling oligomers results in generation of the activation signal (for receptor tyrosine kinases, this means transautophosphorylation of Tyr residues in cytoplasmic signaling sequences) and thus triggers downstream signaling pathways. Protein--protein interactions are shown by *solid black arrows*. (B) In multichain immune recognition receptors (MIRRs), the extracellular recognition domains and intracellular ITAM-containing signaling domains are located on separate subunits bound together by noncovalent intramembrane interactions (*solid arrow*). ITAMs are colored *orange*. The signaling chain homooligomerization (SCHOOL) model of MIRR signaling. The model proposes that the homooligomerization of signaling subunits in the cytoplasmic milieu plays a key role in triggering MIRRs. Ligand-induced MIRR clustering and reorientation (and/or receptor reorientation in preexisting MIRR clusters) lead to formation of a dimeric/oligomeric intermediate. In this intermediate, receptors are in sufficient proximity and adopt the correct relative orientation and geometry to promote transhomointeractions between cytoplasmic domains of signaling subunits resulting in formation of competent signaling oligomers. In these oligomers, protein tyrosine kinases phosphorylate the ITAM tyrosine residues, leading to the generation of activation signal(s), dissociation of signaling oligomers, and internalization of the engaged MIRR ligand-binding subunits. *Circular arrows* indicate ligand-induced receptor reorientation. All interchain interactions in a dimeric intermediate are shown by *dotted black arrows* reflecting their transition state. *Curved lines* depict disorder of the cytoplasmic domains of MIRR signaling subunits. Phosphate groups are shown as *purple circles*. Abbreviations: *ITAM*, immunoreceptor tyrosine-based activation motif.Fig. 1

A general platform for receptor-mediated transmembrane signal transduction, the signaling chain homooligomerization (SCHOOL) platform ([@bb0890], [@bb0900], [@bb0920], [@bb0925], [@bb0930], [@bb0945], [@bb0950]) uncovers for the first time the major mechanisms coupling recognition and signaling functions. Based on the unusual biophysical phenomenon---the ability of the intrinsically disordered cytoplasmic domains of MIRR signaling subunits to form specific homodimers and higher homooligomers ([@bb1010], [@bb1020]), this platform was originally suggested for MIRRs ([@bb0890]) and then---as a general platform for transmembrane signaling mediated by MIRRs and SRs ([@bb0920], [@bb0950]). Conceptually, the SCHOOL platform suggests that the similar architecture of the receptors dictates similar mechanisms of receptor triggering. Mechanistically, according to the platform, multivalent ligand binding outside the cell induces (or tunes) receptor oligomerization (clustering) which is then translated across the membrane into formation of competent signaling homooligomers in the cytoplasmic milieu---a force that drives transmembrane signaling and is necessary and sufficient to trigger receptor activation ([Fig. 1](#f0010){ref-type="fig"}). This provides the similarity of the targets revealed at the level of specific PPIs---biochemical processes that can be influenced and controlled for therapeutic purposes ([@bb0890], [@bb0920], [@bb0945], [@bb0950]).

2. PPIs in Transmembrane Signaling {#s0015}
==================================

The SCHOOL platform considers homooligomerization of cytoplasmic signaling domains of cell surface receptors (both SRs and MIRRs) as a driving force of transmembrane signaling and suggests that bringing these domains in the correct orientation and close enough proximity to one other to promote homotypic PPIs between them is an obligatory step to trigger the receptor ([@bb0890], [@bb0950]). This defines the process of ligand-induced receptor triggering and activation as an outcome of the interplay between three major driving forces: extracellular PPIs between receptors and their cognate ligands, inter- (SR) and intrareceptor (MIRR) PPIs in the cell membrane, and interreceptor homotypic PPIs in the cytoplasmic milieu. Interestingly, in transmembrane signaling mediated by receptor tyrosine kinases (RTKs), members of the SR family, a weak dimerization propensity for all RTK transmembrane domains allows for a tight control of the ratio between receptor monomers and dimers ([@bb0300], [@bb0585]). In MIRR-mediated signaling, three major PPIs indicated earlier all are characterized by micromolar affinity and relatively rapid kinetics ([@bb0120], [@bb0255], [@bb0305], [@bb1010]). This conjugated and well-balanced system of PPIs involved in receptor triggering explains the molecular mechanisms underlying the ability of MIRRs to transduce the diverse recognition (discrimination) information across the cell membrane and translate it into different signaling cascades, thus triggering different intracellular pathways and providing different cell responses. In the immune defense, this system of PPIs explains mechanistically how immune cells can have high specificity, selectivity, and sensitivity in the recognition and discrimination of different antigens (ligands) and how this recognition (discrimination) results in different functional outcomes.

In contrast to well-established strategies that target interaction of receptors with their ligands in order to modulate receptor signaling, the SCHOOL strategy is to target other PPIs involved in receptor-mediated transmembrane signal transduction---intramembrane and cytoplasmic homotypic PPIs. This "Freedom to Bind not to Signal" strategy allows for effective and selective therapeutic targeting using small molecule inhibitors and modulatory peptides and peptidomimetics.

2.1. Intramembrane and Cytoplasmic Interactions {#s0020}
-----------------------------------------------

### 2.1.1. Single-Chain Receptors {#s0025}

According to the SCHOOL platform ([@bb0890], [@bb0950]), upon binding to multivalent ligand, intramembrane PPIs between SRs mediate dimerization (oligomerization) of SRs to bring the receptors into close proximity and the correct interreceptor geometry to promote cytoplasmic homotypic PPIs and thus triggers the receptor ([Fig. 1](#f0010){ref-type="fig"}A). Interestingly, RTKs and some other SRs such as members of the tumor necrosis factor (TNF) receptor superfamily ([@bb0180], [@bb0185]) can exist as preassembled dimers (oligomers) on the surface of resting cells. In this scenario, the platform suggests that binding to multivalent ligand leads to reorientation of receptors in these dimers (oligomers) to adopt the geometry competent to promote dimerization (oligomerization) of cytoplasmic signaling domains that trigger the receptor ([Fig. 1](#f0010){ref-type="fig"}A). Indeed, in RTK-mediated signaling, multivalent ligand binding results in a conformational change in the receptor extracellular domain, leading to the rotation of the whole receptor ([@bb0450], [@bb0680]). Triggering of the Neu RTK occurs only for a specific transmembrane dimer interface, the rotation of which leads to periodic oscillations in kinase activity ([@bb0075]), further confirming the necessity of the correct interreceptor orientation in the receptor dimers (oligomers) formed upon binding to multivalent ligand. In addition, the rotation of the RTK domain with respect to its transmembrane domain by inserting residues into the C-terminal transmembrane flanking region restores the RTK activity. Furthermore, upon binding of the epidermal growth factor receptor (EGFR) to its cognate ligand, the EGFR extracellular domain rotates and this rotation is transmitted to the receptor transmembrane domain ([@bb0680]). Interreceptor orientation in receptor dimers plays a critical role in erythropoietin receptor-mediated transmembrane signaling ([@bb0620], [@bb1045]), suggesting a tight coupling of the extracellular domain orientation to the cytoplasmic signaling events. Furthermore, signal transduction via interleukin (IL)-6 requires not only gp130 homodimerization but also the correct relative orientation of the gp130 cytoplasmic domains in a ligand-specific receptor dimer, suggesting that subtle changes in the orientation of the receptor chains relative to each other might result in very different responses ([@bb0390]). Dimerization of the cytokine receptors by monoclonal antibodies is in most cases not enough to induce signal transduction ([@bb0060]). Formation of homooligomers of Fas cytoplasmic tails plays an important role in receptor triggering ([@bb0885]). Similarly, cytoplasmic domain-mediated dimerization of toll-like receptor-4 (TLR-4) is necessary for TLR-4 triggering and to activate signaling cascades ([@bb0575]).

Thus, these and other studies of SRs strongly support the general SCHOOL platform concept and demonstrate that ligand-induced receptor dimerization is translated into protein dimerization in the cell membrane milieu and that the receptor dimer intramembrane interface contains the critical structural information that positions the receptor cytoplasmic signaling domains in a way competent for oligomerization and receptor triggering ([Fig. 1](#f0010){ref-type="fig"}A).

### 2.1.2. Multichain Receptors {#s0030}

Transmembrane signaling mediated by MIRRs can be roughly divided into four stages: (1) recognition and binding of the receptor to its multivalent cognate ligand outside the cell, (2) transmembrane transduction of this information to the cytoplasmic milieu, (3) phosphorylation of the ITAM or YxxM tyrosine residues by protein tyrosine kinases followed by activation of specific intracellular signaling cascades, and (4) activation of genes in the nucleus. While the molecular mechanisms underlying the stages 1, 3, and 4 are understood in significant detail, the mechanisms by which the MIRRs transduce recognition (discrimination) information via receptor transmembrane and juxtamembrane regions into intracellular biochemical events (stage 2) have been a long-standing mystery. It was also not clear how this putative mechanism could explain the intriguing ability of immune cells to discern and differentially respond to slightly different ligands in the immune defense. Ultimately, the specific PPIs involved in this process have remained largely unknown preventing the development of novel therapeutic approaches.

By uncovering a crucial physiological role of homotypic interactions between intrinsically disordered cytoplasmic domains of MIRR signaling subunits ([@bb0985], [@bb1010], [@bb1020]), the biophysically unique phenomenon that still remains a matter of debate whether it exists or not ([@bb0725]; Sigalov, [@bb1005]; [@bb1075]), the SCHOOL model suggests that formation of competent MIRR signaling subunit oligomers is necessary and sufficient to trigger the receptor and induce downstream signaling cascades ([Fig. 1](#f0010){ref-type="fig"}B) ([@bb0890], [@bb0895], [@bb0900], [@bb0930], [@bb0945]). This is consistent with the structural hypothesis of cross-phosphorylation ([@bb0740], [@bb0785]) that assumes that the kinase(s) responsible for catalyzing ITAM Tyr residue phosphorylation exist associated with the receptors, and that for steric reasons, these kinases cannot phosphorylate tyrosine residues on ITAM-containing signaling chains of the same receptor complex. In contrast, in MIRR dimers (oligomers) formed upon binding to their multivalent cognate ligands, the kinases phosphorylate the tyrosines of a distinct receptor complex (cross-phosphorylation or transphosphorylation), thus triggering the receptor ([@bb0740]).

In unstimulated (resting) cells, intramembrane PPIs between transmembrane helices of recognition and signaling MIRR subunits maintain receptor integrity and determine the relative positions of these subunits in the receptor complex (angles, distances, etc.), thus dictating the overall geometry and topology of MIRRs ([@bb0110], [@bb0155], [@bb0235], [@bb0260], [@bb0500], [@bb0530], [@bb0685], [@bb0890], [@bb0895], [@bb0930]). The SCHOOL platform suggests that MIRR engagement by multivalent ligand or anti-MIRR antibodies (e.g., antibodies against CD3ɛ and T cell receptor β (TCRβ) chains of TCR or anti-Igβ antibodies for B cell receptor) leads to receptor dimerization (oligomerization) coupled with a multistep structural reorganization aiming to promote homotypic PPIs between MIRR signaling subunits in the cytoplasmic milieu that trigger the receptor and initiate downstream signaling cascades ([Fig. 1](#f0010){ref-type="fig"}B). According to the SCHOOL model, sufficiently close interreceptor proximity and correct relative orientation in MIRR dimers (oligomers) as well as long enough duration of the MIRR--ligand interaction and sufficient lifetime of an individual receptor in these MIRR clusters all play important roles for productive MIRR triggering as strongly supported by a growing body of evidence ([@bb0165], [@bb0425], [@bb0430], [@bb0490], [@bb0525], [@bb0665], [@bb0670], [@bb0745], [@bb0780], [@bb0790], [@bb0800], [@bb0815], [@bb0865], [@bb1050], [@bb1140]).

Some MIRRs such as TCR and major platelet collagen receptor, glycoprotein VI (GPVI), can exist as preassembled oligomers on the surface of resting cells ([@bb0105], [@bb0465], [@bb0850]). In this scenario, similarly to that of SRs, the SCHOOL model suggests reorientation of MIRRs in these dimers (oligomers) to adopt the geometry competent to promote homotypic PPIs between cytoplasmic signaling domains that trigger the receptor.

In the immune defense, the SCHOOL mechanisms suggest that the diversity of the immune cell response is largely provided by the combinatorial nature of MIRR-mediated signaling. More specifically, signal diversification may be achieved through different patterns of MIRR signaling subunit oligomerization ([@bb0890], [@bb0895], [@bb0900]) in combination with distinct activation signals provided by different MIRR signaling modules ([@bb0445], [@bb0770], [@bb0775], [@bb0845]) and/or different ITAMs located on the same signaling module (e.g., TCRζ chain) ([@bb0175]). Thus, according to the model, the diversity of cell functional outcomes in response to stimulation by different ligands is increasing with the number of different signaling subunits that the MIRR complex has.

2.2. Transmembrane Signaling and Viral Evasion Strategies: Evolutionary and Molecular Aspects {#s0035}
---------------------------------------------------------------------------------------------

Structural consideration of transmembrane signaling mediated by a variety of functionally unrelated receptors expressed on various cells leads us to the important observation that recognition and signaling functions can be combined on one protein chain (SRs) or separated between different protein chains (MIRRs) ([Fig. 1](#f0010){ref-type="fig"}). Another observation is that while extracellular (ligand recognition), transmembrane and cytoplasmic (signaling) domains of SRs are all well structured ([@bb0950], [@bb0975], [@bb0995]), cytoplasmic domains of MIRR signaling subunits are all intrinsically disordered (i.e., these domains lack a well-defined ordered structure under physiological conditions in vitro) in contrast to the well-structured MIRR extracellular (ligand recognition) and transmembrane domains ([@bb0975], [@bb0985], [@bb0995], [@bb1010], [@bb1020], [@bb1015]). Ultimately, these observations raise two intriguing questions ([@bb0975], [@bb0990]). First, why did nature separate recognition and signaling functions for MIRRs, thereby increasing the risk of malfunction and potential attack by pathogens, and second, why did nature select protein disorder for MIRRs to translate recognition of distinct ligands into appropriate activation signals that would induce distinct specific functional outcomes ([Fig. 2](#f0015){ref-type="fig"} )? Answering the first question, one can suggest that the modular assembly of MIRRs brings multiple benefits the most important of which is the capability to diversify and vary signal transduction ([@bb0950], [@bb0955], [@bb0980], [@bb0990]). Ultimately, this provides the mechanistic basis for the diversity and variability of the immune response. According to Charles Darwin, diversity and variability are at the very core of evolutionary processes ([@bb0240]). One can conclude that nature takes the risks associated with separation of functions in MIRRs in exchange for high potential for evolution of signal transduction ([Fig. 2](#f0015){ref-type="fig"}, [Fig. 3](#f0020){ref-type="fig"} ). In the context of immune signaling, this is of great importance in the development and evolution of the immune defense. Protein disorder contributes to the diversity and variability of signal transduction without compromising efficiency and specificity of signaling ([@bb0950], [@bb0955], [@bb0980], [@bb0990], [@bb0995]). Thus, evolutionary and developmental benefits of immune signaling-related protein disorder outweigh attendant disadvantages which are largely compensated for by increasing the host defense.Fig. 2Evolutionary and molecular aspects of transmembrane signal transduction mediated by single- and multichain cell surface receptors. Images were created using PyMol ([www.pymol.org](http://www.pymol.org){#ir0010}) from Protein Data Bank entries [1NQL](pdb:1NQL){#ir0015} and [3GOP](pdb:3GOP){#ir0020} for the EGFR extra- and intracellular (juxtamembrane and kinase) domains, respectively (shown as an example of structure of a single-chain receptor), and entry [1UCT](pdb:1UCT){#ir0025} for the FcαRI extracellular domain (shown as an example of structure of a multichain receptor recognition subunit). For illustrative purposes, the cytoplasmic domain of a multichain receptor-associated signaling subunit is shown as a monomer and using arbitrary idealized structural elements to represent the ensemble of unfolded conformations of an IDR. The immunoreceptor tyrosine-based activation motif (ITAM) of multichain receptors is depicted in *green*. Intramembrane interactions between recognition and signaling subunits of multichain receptor are shown by a *gray arrow*. Abbreviations: *EGFR*, epidermal growth factor receptor; *FcαRI*, Fc receptor I for IgA.Fig. 2Fig. 3Diversity and variability of the immune response. The immunoreceptor tyrosine-based activation motif (ITAM) is shown in *green*. *Curved lines* depict intrinsic disorder of the cytoplasmic domains of MIRR signaling subunits. Abbreviations: *BCR*, B cell receptor; *DAP-12*, DNAX adapter protein of 12 kDa; *Ig*, immunoglobulin; *MIRR*, multichain immune recognition receptor; *NK*, natural killer cell; *TCR*, T cell receptor; *TLR-4*, toll-like receptor 4; *TREM-1*, triggering receptor expressed on myeloid cells 1.Fig. 3

There exist two types of immune receptors: the innate receptors, the germ line-encoded receptors that detect a limited set of conserved antigens; and the adaptive receptors, the somatically generated antigen receptors of the T and B cells (TCR and BCR, respectively) ([Table 1](#t0010){ref-type="table"} ). From the evolutionary standpoint, the adaptive immune response evolved long after the innate mechanisms of self-defense and provided significant added value in promoting survival ([@bb0225], [@bb0510], [@bb0605]). Structurally, the adaptive receptors belong to the MIRR family with two (BCR) and four (TCR) signaling chains ([Fig. 3](#f0020){ref-type="fig"}). In contrast, the innate receptors belong to the SR family (e.g., TLRs) or represent MIRRs that contain only one signaling chain (e.g., triggering receptors expressed on myeloid cells, TREMs, or natural killer cell receptors, NK receptors) ([Fig. 3](#f0020){ref-type="fig"}). Importantly, functions of the ITAM modules, including those located on different ([@bb0445], [@bb0770], [@bb0775], [@bb0845], [@bb0890], [@bb0900], [@bb0950], [@bb0975], [@bb0995]) or the same (e.g., three different ITAMs on the ζ chain) ([@bb0175]) signaling chains and those located on the same chain are rather distinct instead of redundant. This provides a molecular explanation for significantly higher diversity and variability of the adaptive response as compared to the innate response. Interestingly, following this logic, one can conclude that the extent of diversity and variability of NKp30-mediated signaling should be an intermediate between the innate (e.g., TLRs) and adaptive receptors ([Fig. 3](#f0020){ref-type="fig"}). This is indeed consistent with the idea that NK cells represent an "evolutionary bridge" between innate and adaptive immunity ([@bb1040]).Table 1The Characteristics of the Innate and Adaptive ReceptorsTable 1Innate ReceptorsAdaptive ReceptorsGermline encodedEncoded in multiple gene segmentsNonclonal distributionClonal distributionDo not require gene rearrangementRequire gene rearrangementTrigger immediate responseTrigger delayed responseBroad specificity: recognize pathogen-associated molecular patternsNarrow specificity: recognize a particular epitope

As biochemical processes that can be influenced and controlled ([@bb0050], [@bb0055], [@bb0095], [@bb0315], [@bb0750]), intramembrane PPIs between MIRR recognition and signaling subunits as well as homotypic interactions between cytoplasmic domains of MIRR signaling subunits represent potential points of attack by pathogens in order to modulate the MIRR-mediated signaling and thus to modulate the immune response ([@bb0935], [@bb0965], [@bb0990]).

Examples are viruses that in the billion-years-long struggle for their existence, in order to establish a successful infection, replicate, and persist in the host, have evolved numerous strategies to counter and evade host antiviral immune responses as well as to exploit them for productive viral replication. Several different viruses such as human immunodeficiency virus (HIV), cytomegalovirus (CMV), severe acute respiratory syndrome coronavirus (SARS-CoV), and human herpesvirus 6, that are pathogenic for humans uniformly target members of the MIRR family, including innate and adaptive receptors. Intriguingly, these viruses use either a modular assembly of MIRRs to disrupt receptor-mediated signaling or cytoplasmic protein disorder of MIRRs to surprisingly augment cell activation as required for self-preservation ([@bb0210], [@bb0870], [@bb0905], [@bb0920], [@bb0935], [@bb0965], [@bb0990]). The example of the coevolution of viruses and their hosts confirms that there is no evolution and development without risks. Although we cannot avoid these risks, we can turn this lemon into lemonade and learn from nature how to efficiently target the immune system for therapeutic purposes ([@bb0505], [@bb0870], [@bb0940], [@bb0965]). This will be further illustrated in the next section on the example of intramembrane PPIs as a therapeutic target.

3. Intramembrane PPIs as a Therapeutic Target {#s0040}
=============================================

Although there is a growing line of experimental evidence indicating that targeting intramembrane PPIs to inhibit (modulate) SR-mediated cell activation might represent a promising therapeutic approach ([@bb0085], [@bb0090], [@bb0415], [@bb0940], [@bb0960], [@bb1030], [@bb1060]), in this work, I will focus on therapeutic intramembrane PPIs using short synthetic peptides (SCHOOL peptides) in order to inhibit MIRR-mediated transmembrane signaling for therapeutic purposes.

Importantly, the receptor-specific SCHOOL peptides employ the molecular mechanisms of receptor inhibition that are not dependent upon binding of the receptor to its cognate ligand. This is especially important in those situations when ligands are still unknown. Example is TREM-1 receptor. Despite some recent evidence that peptidoglycan (PGN) recognition protein 1 (PGLYRP1) may potentially act as a ligand for TREM-1 ([@bb0805]), the actual nature of the TREM-1 ligand(s) is still not yet well understood, impeding the development of clinically relevant inhibitors of TREM-1. This receptor functions as a potent amplifier of inflammation and mediates production of proinflammatory cytokines such as TNFα, IL-1β, and IL-6 ([@bb0140], [@bb0695], [@bb0855]). Importantly, TREM-1 activation preferentially induces expression of functional macrophage colony-stimulating factor (M-CSF, also known as CSF-1) ([@bb0265]) and in contrast to cytokine blockers, blockade of TREM-1 can blunt excessive inflammation while preserving the capacity for microbial control ([@bb1115]). Collectively, these findings implicate TREM-1 as a promising therapeutic target in a variety of inflammation-associated diseases ([@bb0130], [@bb0320], [@bb1055]).

3.1. Cancer {#s0045}
-----------

### 3.1.1. Nonsmall Cell Lung Cancer {#s0050}

Lung cancer is the leading cause of cancer deaths worldwide. There are two types of this cancer---nonsmall cell lung cancer (NSCLC) and small cell lung cancer. Despite advances made in chemotherapy ([@bb0295]), NSCLC kills over 1.1 million people annually worldwide, and the 5-year survival rate for patients with NSCLC is only 15% ([@bb0440]). Similar to most solid tumors, the infiltrate of NSCLC, contains tumor-associated macrophages (TAMs) ([@bb1035]). By secreting a variety of growth factors, cytokines, chemokines, and enzymes, TAMs regulate tumor growth, angiogenesis, invasion, and metastasis ([@bb0880]). High TAM content correlates with the promotion of tumor growth and metastasis ([@bb1035]) and is associated with poor prognosis in NSCLC ([@bb1120]). TAM recruitment, activation, growth, and differentiation are regulated by M-CSF ([@bb0270]). Increased pretreatment serum M-CSF level is a significant independent predictor of poor survival in patients with NSCLC ([@bb0475]).

In patients with NSCLC, TREM-1 expression on TAMs is associated with cancer recurrence and poor survival: patients with low TREM-1 expression have a 4-year survival rate of over 60%, compared with less than 20% for patients with high TREM-1 expression ([@bb0420]), which suggests inhibition of the TREM-1 pathway may be a promising target for the development of a targeted anticancer therapy.

Considering the unknown nature of TREM-1 ligand(s), in our recent study ([@bb1000]), we used the SCHOOL platform to design a novel, ligand-independent TREM-1 inhibitory peptide sequence GF9, and demonstrated that the GF9 peptide specifically blocks TREM-1-mediated transmembrane signaling in vitro and in vivo. Utilizing two human NSCLC xenograft nude mouse models (H292 and A549), we demonstrated for the first time that blockade of TREM-1 function using GF9 substantially decreases cytokine production in vitro and significantly delays tumor growth in vivo. We also showed that the SCHOOL peptide inhibitor of TREM-1 GF9 can be formulated into self-assembling macrophage-specific lipopeptide and lipoprotein complexes that mimic human high density lipoproteins (HDLs) for peptide half-life extension and targeted delivery ([@bb1000]). This incorporation significantly (up to 10-fold) increases GF9 therapeutic efficacy ([@bb1000]).

### 3.1.2. Pancreatic Cancer {#s0055}

Pancreatic cancer (PC, 85% of which are pancreatic ductal adenocarcinomas) is the fourth leading cause of cancer-related mortality across the world with very poor clinical outcome ([@bb0405]). Current treatments of PC all only marginally prolong survival or relieve symptoms in patients with PC ([@bb0860]). There has been no significant progress in the field of targeted therapy for PC ([@bb1095]) and despite tremendous efforts, the 5-year survival rate remains less than 5%.

As lung cancer and many other solid tumors, PC is characterized by a marked infiltration of macrophages into the stromal compartment ([@bb0880], [@bb1035]). In patients with PC, macrophage infiltration begins during the preinvasive stage of the disease and increases progressively ([@bb0200]). The number of TAMs is significantly higher in patients with metastases ([@bb0335]). Presence of TAMs in the PC stroma correlates with increased angiogenesis ([@bb0285]), a known predictor of poor prognosis ([@bb0560]). Similar to NSCLC, high pretreatment serum M-CSF is a strong independent predictor of poor survival in PC patients ([@bb0395]). Interestingly, M-CSF blockade not only suppresses tumor angiogenesis and lymphangiogenesis ([@bb0540]) but also upregulates T cell checkpoint molecules, including programmed cell death protein 1 (PD-1) and cytotoxic T lymphocyte antigen-4 (CTLA-4), thereby overcoming limitations of PD-1 and CTLA-4 antagonists to achieve regression in even well-established tumors ([@bb1155]). Importantly, continuous M-CSF inhibition affects only pathological angiogenesis but not healthy vascular and lymphatic systems outside tumors ([@bb0540]). In contrast to blockade of vascular endothelial growth factor (VEGF), interruption of M-CSF inhibition does not promote rapid vascular regrowth ([@bb0540]). TREM-1 activation is known to enhance release of most cytokines that are increased in patients with PC ([@bb1065], [@bb1135]) and play a vital role in creating and sustaining inflammation in the tumor favorable microenvironment, thus affecting patient survival. These include monocyte chemoattractant protein-1 (MCP-1), TNFα, IL-1α, IL-1β, IL-6, and M-CSF ([@bb0565], [@bb0855], [@bb1000]). Collectively, these findings suggest that a therapy that targets TREM-1-mediated intratumoral inflammation, angiogenesis, and vascularization can represent a promising strategy for treating PC.

Recently, we tested the therapeutic potential of TREM-1 inhibitory GF9 peptide sequences in three human PC xenograft mouse models (AsPC-1, BxPC-3, and Capan-1) (Zu T. Shen and Alexander B. Sigalov, unpublished). Administration of these SCHOOL peptides resulted in a strong antitumor effect achieving an optimal-treated/control (T/C) value of 19% depending on the xenograft and formulation used and persisting even after treatment was halted. The effect correlated significantly with increased survival, reduced angiogenesis, and suppressed TAM infiltration. The peptides were well tolerated when deployed in either free form or formulated into HDL-mimicking macrophage-targeted lipopeptide complexes. Further, blockade of TREM-1 significantly reduced serum levels of IL-1α, IL-6, and M-CSF, but not VEGF, suggesting an M-CSF-dependent inhibitory effect on angiogenesis.

Taken together with our previous study ([@bb1000]), these data suggest that SCHOOL TREM-1-specific peptide inhibitors have a cancer type independent, therapeutically beneficial antitumor activity and can be potentially used as a stand-alone therapy or as a component of combinational therapy for PC, NSCLC, and other solid tumors.

3.2. Autoimmune Diseases {#s0060}
------------------------

Autoimmune diseases are a fascinating but poorly understood group of diseases that are characterized by a specific adaptive immune response that is mounted against self-antigens ([@bb0245]). As a result, the effector pathways of immunity cause chronic inflammatory injury to tissues, which may often prove lethal. Examples are rheumatoid arthritis (RA), systemic lupus erythematosus, inflammatory bowel disease, multiple sclerosis, atopic dermatitis (AD), and other disorders. T cells and macrophages, two main subtypes of immune cells, are known to be implicated in mediating many aspects of autoimmune inflammation.

RA is a chronic, systemic inflammatory disorder that causes chronic inflammation of the joints and affects about 1% of the world\'s population, with women affected three times more often than men. The economic burden created by RA is enormous with annual direct and indirect costs per patient of \$2500--14,500 and \$1500--45,000, respectively, explaining the high demand for new therapies ([@bb0545]). Typically, new approaches to RA involve the use of monoclonal antibodies, peptides, antigen mimetics, T cell vaccinations, infusion/injection of antiinflammatory cytokines, or cytokine inhibitors ([@bb0545], [@bb0550]). However, current RA treatments including TNF blockers such as Humira, all have multiple shortcomings including a high level of serious side effects and insufficient efficacy, thus highlighting the need for new and improved treatments. The pathogenesis of RA suggests a key role for aberrant pathways of T cell activation in the initiation and/or perpetuation of disease ([@bb0230], [@bb0840]). This makes inhibition of pathways involved in T cell activation including TCR-mediated cell activation a promising therapeutic strategy for novel RA therapies ([@bb0630], [@bb1125]).

AD is an inflammatory skin autoimmune disease characterized by impaired epidermal barrier function and cutaneous inflammation. The prevalence of AD has steadily increased during the past few decades. AD affects 1%--3% of adults and up to 20% of children, in 85% of them the disease onset is before the age of 5 years ([@bb0730]). Novel therapeutic approaches are required, as most of the treatments of AD are limited to symptomatic therapies. Activation and skin-selective homing of peripheral blood T cells, and effector functions in the skin, are involved in the pathogenesis of AD ([@bb0010]). Numerous studies have pointed to the role of activated CD4 + T cells in AD ([@bb0720]). Topical immunomodulators that affect T cells and block TCR-mediated cell activation may therefore have a role in the treatment of AD ([@bb0720]).

Furthermore, macrophages are central to the pathogenesis of autoimmune diseases including RA and AD ([@bb0480], [@bb0515]). The abundance and activation of macrophages in the inflamed synovial membrane significantly correlates with the severity of RA ([@bb0515], [@bb0690]). In order to be clinically effective, RA therapies should reduce the number of synovial sublining macrophages ([@bb0145]). Major macrophage-related targets in RA and AD include TNFα, IL-1, IL-6, and M-CSF ([@bb0590]). M-CSF-dependent cells are known to be essential for collagen-induced arthritis (CIA) development ([@bb0160]). These and other findings ([@bb0220], [@bb0355], [@bb0480], [@bb0535]) suggest targeting macrophage activation including TREM-1-mediated cell activation as another promising strategy to treat RA and AD.

### 3.2.1. Targeting T Cell Receptor {#s0065}

Structurally, TCR is a member of the MIRR family and has α and β antigen-binding subunits (TCRα and TCRβ, respectively) that are bound by electrostatic intramembrane PPIs with three signaling homo- and heterodimers: ζζ, CD3ɛδ, and CD3ɛγ ([Fig. 3](#f0020){ref-type="fig"}). Short synthetic peptides capable of inhibiting TCR-mediated cell activation in a ligand-independent manner are known since 1997 ([@bb0650]) when TCR-targeted inhibitory activity was first reported for a synthetic peptide corresponding to the sequence of the TCRα transmembrane domain (the so-called core peptide, CP). In the TCR complex, this domain is known to interact with the transmembrane domains of CD3ɛδ and ζ ([@bb0155], [@bb0645]). Later, the TCRα CP has been shown to reduce inflammation and inhibits the progression of experimental arthritis ([@bb0035], [@bb0550]). In patients with AD, psoriasis, or lichen planus, a daily topical application of this peptide over three consecutive days has been demonstrated to inhibit inflammation and ameliorate the disease equally as well as betamethasone ([@bb0275], [@bb0385]).

Interestingly, similar ligand-independent TCR inhibitory activity was later reported for HIV fusion peptide (FP) found in the N terminus of the HIV envelope glycoprotein 41 (gp41) ([@bb0115], [@bb0795]). The patterns of inhibition of TCR-mediated cell activation exhibited by TCR CP and HIV gp41 FP were intriguingly similar: both peptides inhibit antigen---but not anti-CD3-stimulated T cell activation ([@bb0795], [@bb1105]). Similar to TCRα CP, HIV gp41 FP was shown to reduce inflammation and ameliorate T cell-mediated autoimmune arthritis in animal models ([@bb0795]).

However, despite extensive studies ([@bb0025], [@bb0035], [@bb0115], [@bb0215], [@bb0555], [@bb0650], [@bb0795], [@bb1100]), the mode of action of these clinically relevant peptides was enigmatic until the SCHOOL model was first introduced and applied to this field ([@bb0890], [@bb0900], [@bb0905]). According to the model ([@bb0890], [@bb0895], [@bb0900], [@bb0950], [@bb0960]), TCRα CP and HIV gp41 both compete with the TCRα chain for binding to CD3δɛ and ζζ and disrupt the corresponding intramembrane PPIs. This results in disconnection/predissociation of the affected signaling subunits from the remaining receptor complex and upon stimulation by multivalent antigen, leads to inhibition of antigen---but not antibody-mediated TCR triggering and cell activation. Importantly, TCR assembly and cell surface expression are not affected by treatment with TCRα CP ([@bb0555]). This finding as well as colocalization of TCR CP with TCR in the membrane of resting cells ([@bb1100]) directly prove the hypothesis about "pre-" rather than full dissociation state of the unstimulated TCR complex in the presence of TCRα CP, whereas upon stimulation, the affected signaling subunits, ζζ and CD3ɛδ, become physically disconnected from the remaining receptor complex. It should be noted that the proposed SCHOOL mechanism is the only mechanism consistent with all experimental and clinical data reported up to date for transmembrane peptides of TCR and other MIRRs as well as for lipid and/or sugar conjugates of these peptides ([@bb0015], [@bb0020], [@bb0035], [@bb0040], [@bb0080], [@bb0215], [@bb0275], [@bb0360], [@bb0385], [@bb0435], [@bb0555], [@bb0655], [@bb0910], [@bb0920], [@bb1100], [@bb1105]).

Later, the use of the SCHOOL model and comparative primary sequence analysis of proven and predicted immunomodulatory sequences of viral fusion protein regions allowed not only to suggest the specific molecular mechanisms of inhibition of TCR-mediated cell activation by TCRα CP and HIV gp41 FP ([@bb0905], [@bb0925], [@bb0935]) but also to predict similar immunomodulatory activity for other viral FPs such as SARS-CoV FP ([@bb0935]). Our recent study ([@bb0870]) provided compelling experimental in vivo evidence in support of this hypothesis. As demonstrated, a synthetic 11 amino acid-long peptide-derived from SARS CoV FP predicted using the SCHOOL model to disrupt intramembrane PPIs in the TCR complex was able to reduce inflammation in DBA/1J mice with CIA and protect mice against bone and cartilage damage ([@bb0870]). Formulation of the peptide into self-assembling macrophage-targeted lipopeptide nanoparticles that mimic native human HDLs significantly increased peptide dosage efficacy ([@bb0870]). Collectively, these findings further confirm that viral immune evasion strategies evolved during the host--virus coevolution can be transferred to therapeutic strategies that require similar functionalities (e.g., in the treatment of autoimmune diseases).

### 3.2.2. Targeting TREM-1 {#s0070}

TREM-1 expressed on macrophages is a promising target for the development of new rational therapies for autoimmune diseases including RA ([@bb0535]). In addition, targeted delivery of antirheumatic drugs to macrophages is another highly desirable strategy for the treatment of RA because it would not only strike the cells that mediate or amplify most of the permanent tissue destruction but also spare other cells that do not affect joint damage ([@bb0340], [@bb0520]).

Recently, we demonstrated that a TREM-1-specific inhibitory nonapeptide GF9 designed using the SCHOOL model and capable of inhibiting TREM-1-mediated macrophage activation in a ligand-independent manner, suppresses release of proinflammatory cytokines and M-CSF, decreases inflammation and protects against bone and cartilage destruction in experimental arthritis ([@bb0875]). Administration of GF9 reduced the plasma levels of M-CSF, TNFα, IL-1, and IL-6 ([@bb0875]). Interestingly, 31-mer peptides with sequences from GF9 and helices 4 (GE31) and 6 (GA31) of the major HDL protein, apolipoprotein A--I, were able to perform three functions: assist in the self-assembly of GA/E31-HDL, target these particles to macrophages, and block TREM-1 signaling ([@bb0875]). Similar to our cancer studies ([@bb1000]), formulation of GF9 alone or as a part of GE31 and GA31 peptides into HDL significantly increased its therapeutic efficacy. Colocalization of GF9 with TREM-1 in the macrophage membrane observed using confocal microscopy indicates that GF9 self-inserts into the cell membrane and disrupts intramembrane PPIs between TREM-1 and its signaling partner, DAP-12, further confirming the SCHOOL mechanisms of action of this peptide ([@bb0875]). Collectively, these findings suggest that TREM-1 inhibitory SCHOOL sequences may be promising alternatives for the treatment of RA and possibly, other TREM-1-mediated autoimmune diseases.

3.3. Sepsis {#s0075}
-----------

Septic shock is a complex clinical syndrome that results from the systemic response to infection and is characterized by overwhelming production of proinflammatory cytokines that leads not only to tissue damage, but also to hemodynamic changes, multiple organ failure, and ultimately death ([@bb0205]). Despite the use of potent antibiotics and advanced resuscitative equipment costing \$17 billion annually, sepsis still kills about 375,000 Americans each year and mortality rates for patients with septic shock are nearly 50% ([@bb0660]). The only approved sepsis drug, Xigris by Ely Lilly and Company, has been withdrawn from all markets in 2011 and currently, no approved drugs are available. In addition, over 30 drug candidates have failed late-stage clinical trials. Together, this highlights an urgent unmet medical need for new sepsis treatments.

Macrophages are known to secrete high levels of TNFα, IL-6, and IL-1 in septic mice ([@bb0065]). Further, in patients with sepsis, M-CSF is overproduced ([@bb0735]). Furthermore, elevated levels of TNFα along with other proinflammatory cytokines are closely linked with poor patient outcome ([@bb0380]). Importantly, in patients with sepsis, TREM-1 expression on macrophages is markedly increased ([@bb0370], [@bb1080]). Initial findings established TREM-1 as an amplifier of the systemic inflammatory response syndrome associated with sepsis ([@bb0135], [@bb0140]). Blockade of TREM-1 in septic mice lowers expression levels of TNF-α and IL-6 and increases survival from 5% to 10% in control animals to 70%--80% in treated animals ([@bb0140], [@bb0375], [@bb1110]). Taken together, this suggests TREM-1-mediated macrophage activation as a promising therapeutic target for this syndrome.

However, as discussed earlier, the development of conventional inhibitors of TREM-1 that attempt to block binding of TREM-1 to its ligand ([@bb0140], [@bb0375], [@bb1110]) is significantly complicated by the unknown nature of TREM-1 ligand(s) and hence the increased risk of failure of these approaches in clinical development. In this context, TREM-1-specific inhibitory SCHOOL peptide sequences that employ ligand-independent mechanism of receptor inhibition represent a promising alternative to conventional approaches. Ligand-independent blockade of the TREM-1 signaling pathway in mice with experimental lipopolysaccharide (LPS)-induced septic shock using TREM-1 inhibitory SCHOOL peptide GF9 was shown to substantially suppress proinflammatory cytokine production and prolong survival of septic mice ([@bb1000]). Targeted delivery of GF9 to macrophages using self-assembling lipopeptide complexes significantly increased peptide half-life and therapeutic efficacy ([@bb1000]). These data strongly support the hypothesis that ligand-independent modulation of TREM-1 function using small synthetic peptides might be a suitable treatment for sepsis.

3.4. Thrombosis {#s0080}
---------------

Damage to the integrity of the vessel triggers platelet adhesion and aggregation resulting in the formation of a thrombus, which prevents blood loss at sites of injury or leads to occlusion and irreversible tissue damage or infarction in diseased vessels ([@bb0580], [@bb0710]). Despite intensive research and recent advances in antithrombotic drug discovery and development ([@bb0045]), uncontrolled hemorrhage still remains the most common side effect associated with antithrombotic drugs that are currently in use on the about \$11 billion market.

Engagement and clustering of GPVI, the major collagen receptor on platelets, play a crucial role in platelet adhesion, aggregation, and activation induced by collagen ([@bb0460]). The selective inhibition of GPVI is believed to inhibit thrombosis without affecting hemostatic plug formation, thus providing new therapeutic strategies to fight platelet-mediated diseases ([@bb0595], [@bb0625]). Thus, in contrast to current drugs, GPVI-specific inhibitors may represent an ideal class of clinically suitable antithrombotics.

Despite intensive studies ([@bb0290], [@bb0350], [@bb0365], [@bb0685]), the molecular mechanisms underlying GPVI triggering and platelet activation were not known until recently when the SCHOOL model was introduced and applied to GPVI triggering and transmembrane signal transduction ([@bb0890], [@bb0895], [@bb0900], [@bb0910], [@bb0915], [@bb0920]). This resulted in the development of a novel concept of platelet inhibition and the invention of new platelet inhibitors that employ the ligand-independent SCHOOL mechanisms of GPVI inhibition ([@bb0905], [@bb0910], [@bb0920]).

Structurally, GPVI is a member of the MIRR family and signals through its signaling partner, the FcRγ chain ([@bb0685]). Uncovering the molecular mechanisms of collagen-stimulated triggering of the GPVI-mediated signal cascade, the SCHOOL model reveals GPVI-FcRγ intramembrane PPIs as a novel therapeutic target for the prevention and treatment of platelet-mediated thrombotic events ([@bb0900], [@bb0910], [@bb0915], [@bb0920], [@bb0940]). Specific blockade or disruption of these PPIs causes a physical and functional disconnection of the GPVI and FcRγ subunits. Experimental data obtained using the GPVI-specific inhibitory SCHOOL peptide GV11 ([@bb0905], [@bb0910], [@bb0920]) provided support for this novel concept of platelet inhibition and demonstrated that depending on the donor, incubation of whole blood samples with GV11 prior to addition of collagen (10 and 20 μg/mL) or convulxin (10 ng/mL) leads to a 30%--60% reduction in both the percentage of P-selectin-positive platelets and the expression of the platelet activation markers, P-selectin and PAC-1. This effect is specific: platelet activation via ADP (20 μM) is not affected by the peptide. Collectively, these findings suggest that targeting intramembrane PPIs using the SCHOOL technology opens exciting new avenues in innovative antithrombotic drug discovery and development.

3.5. Retinopathy {#s0085}
----------------

Pathologic retinal neovascularization (RNV) causes an angiogenesis-related vision impairment in retinopathy of prematurity (ROP), diabetic retinopathy (DR), and retinal vein occlusion (RVO), which are the most common causes of vision loss and blindness in each age group ([@bb0455], [@bb0570], [@bb0700]). In premature infants, normal retinal vascular development is interrupted resulting in retinal ischemia and invasion of the vitreous by abnormal neovessels. In addition, vitreoretinal neovascularization can promote traction retinal detachment, leading to blindness ([@bb0030]). In the United States, 14,000--16,000 premature infants are affected by ROP annually and about 4.1 million adults over 40 years have DR ([@bb0070], [@bb0410]). Complications of conventional therapeutic options including laser ablation (corneal edema, anterior chamber reaction, intraocular hemorrhage, cataract formation, and intraocular pressure changes) ([@bb0700]) and anti-VEGF therapy (damage of healthy vessels, potential side effects on neurons, rapid vascular regrowth upon interrupting the VEGF blockade, and limited effectiveness in some patients) ([@bb0635], [@bb0640], [@bb0765], [@bb1085]) highlight an unmet need for new targeted therapies that can better address the pathogenesis of neovascular retinal diseases and improve their treatment. In addition, drug delivery to the retina via systemic administration is ideal but it is still a challenge due to the blood--retinal barrier (BRB) ([@bb0345]).

Retinal microglia and blood-derived macrophages (BDM) that regulate angiogenesis are critically involved in the pathogenesis of RNV diseases ([@bb0195], [@bb0280], [@bb0540]). In ROP, the retina is infiltrated by activated leukocytes and macrophages ([@bb0250]). While retinal microglia can become activated in response to retinal pathologies ([@bb0760]), infiltration and activation of BDM may provide a major contribution in retinal degeneration ([@bb0150]). In mice with oxygen-reduced retinopathy (OIR), macrophages promote the development of pathological RNV ([@bb0330]). Macrophages induce angiogenesis by secreting multiple proangiogenic factors, including VEGF ([@bb0610]), MCP-1 ([@bb0715]) and proinflammatory cytokines, such as TNFα and IL-1 ([@bb0705]). Inhibition of MCP-1 suppresses RNV ([@bb0495], [@bb1150]). M-CSF that acts as an "angiogenic switch" ([@bb0600]) is involved in the differentiation of tissue macrophages and microglia during postnatal development ([@bb0170]). In contrast to VEGF blockade, interruption of M-CSF inhibition does not promote rapid vascular regrowth ([@bb0540]). In the OIR mice, M-CSF is required for pathological RNV but not for the recovery of normal vasculature ([@bb0540]). In the retinas of diabetic rats and in the vitreous of patients with proliferative DR, M-CSF levels are significantly higher compared to control subjects ([@bb0615], [@bb1145]). This suggests targeting M-CSF either directly or via the specific inflammatory signaling pathway as a highly promising strategy for treating ocular neovascular diseases including ROP.

TREM-1 is upregulated under a variety of inflammatory conditions ([@bb0755]). Upon activation, TREM-1 enhances the production of multiple cytokines and growth factors including MCP-1, TNFα, IL-1α, IL-1β, IL-6, and M-CSF ([@bb0265], [@bb0565], [@bb0855], [@bb0875], [@bb1000]). However, despite the recent identification of TREM-1 as a novel hypoxic marker in vivo and in vitro ([@bb0125]), the role of TREM-1 in RNV diseases including ROP remained unclear. Recently, we found that TREM-1 is highly overexpressed in the retina of the OIR mice compared to controls (Modesto A. Rojas, Zu T. Shen, Ruth B. Caldwell, and Alexander B. Sigalov; unpublished data). Blockade of TREM-1 using the TREM-1 inhibitory SCHOOL GF9 peptide sequences substantially suppressed retinal protein levels of TREM-1 and M-CSF, suggesting an M-CSF-dependent inhibitory effect on angiogenesis, and significantly (up to 90%) reduced the area of vitreoretinal neovascularization (Modesto A. Rojas, Zu T. Shen, Ruth B. Caldwell, and Alexander B. Sigalov, unpublished data). Collectively, these promising data suggest that targeting intramembrane PPIs in the TREM-1/DAP-12 receptor complex using TREM-1-specific SCHOOL peptide inhibitors represent a novel strategy to treat RNV diseases including ROP.

4. Conclusions {#s0090}
==============

There is a growing interest in therapeutic targeting specific PPIs involved in receptor-mediated transmembrane signal transduction and our improved understanding of the molecular mechanisms underlying this process can significantly contribute into the development of novel pharmacological approaches to a variety of diseases.

Example is the SCHOOL platform that by uncovering the molecular mechanisms of transmembrane signaling mediated by unrelated and functionally diversed surface receptors expressed on various cells, revealed the specific PPIs involved in receptor triggering as key points of therapeutic control. Importantly, the SCHOOL platform suggests that within the SR and MIRR families, the similar structural architecture of the receptors dictates similar mechanisms of receptor triggering. This, in turn, suggests similarity of therapeutic targets in seemingly unrelated diseases, which makes possible the development of global pharmacological approaches as well as the transfer of our clinical knowledge, experience, and therapeutic strategies between these diseases. Successful application of the SCHOOL strategy to target in vivo intramembrane PPIs involved in triggering of such unrelated receptors as TCR, TREM-1, and GPVI expressed on T cells, macrophages, and platelets, respectively, provided compelling evidence to support this hypothesis and resulted in the discovery of new drug candidates for a variety of diseases including cancer, sepsis, RA, AD, and retinopathy.

Further, the SCHOOL platform significantly improved our understanding of the immunomodulatory activity of many human viruses. It appears that different viruses use their fusogenic peptides not only to fuse their membranes to their target host cells but also to disarm the immune system using the SCHOOL mechanisms of receptor inhibition and to escape the host immune response. This gives an interesting example of how our advances in mechanistic understanding of the fundamental natural processes and their interactions can elucidate the billions years old strategies nature uses for combinatorial control and optimization at different scales, from evolution to organismal function.
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